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B7.1-CTB construct translation DNA-PROTEIN 

MGHTRRQGTSPSKCP 
atg ggc cac aca egg agg cag gga aca tea cca tec aag tgt cca 

YLNFFQLLVLAGLSH 
tac etc aat ttc ttt cag etc ttg gtg ctg get ggt ctt tct cac 

FCSGVIHVTKEVKEV 
ttc tgt tea ggt gtt ate cac gtg ace aag gaa gtg aaa gaa gtg 

ATLSCGHNVSVEELA 
gca acg ctg tec tgt ggt cac aat gtt tct gtt gaa gag ctg gca 

QTRIYWQKEKKMVLT 
caa act cgc ate tac tgg caa aag gag aag aaa atg gtg ctg act 

MMSGDMNIWPEYKNR 
atg atg tct ggg gac atg aat ata tgg ccc gag tac aag aac egg 

TIFDITNNLSIVILA 
ace ate ttt gat ate act aat aac etc tec att gtg ate ctg get 

LRPSDEGTYECVVLK 
ctg cgc cca tct gac gag ggc aca tac gag tgt gtt gtt ctg aag 

YEKDAFKREHLAEVT 
tat gaa aaa gac get ttc aag egg gaa cac ctg get gaa gtg acg 

LSVKADFPTPSISDF 
tta tea gtc aaa get gac ttc cct aca cct agt ata tct gac ttt 

EIPTSNIRRIICSTS 
gaa att cca act tct aat att aga agg ata att tgc tea ace tct 

GGFPEPHLSWLENGE 
gga ggt ttt cca gag cct cac etc tec tgg ttg gaa aat gga gaa 

ELNAINTTVSQDPET 
gaa tta aat gee ate aac aca aca gtt tec caa gat cct gaa act 

ELYAVSEFGGSGGSA 
gag etc tat get gtt age gaa ttc ggc ggc tec ggt gat aac arc 

TPQNITDLCAEYHNT 
aca cct caa aat att act gat ttg tgt gca gaa tac cac aac aca 

QIHTLNDKIFSYTES 
caa ata cat acg eta aat gat aag ata ttt teg tat aca gaa tct 
LAGKREMAI ITFKNG 
eta get gga aaa aga gag atg get ate att act ttt aag aat ggt 
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B7.1-CTB construct translation DNA-PROTEIN (Com.) 
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B7.2-CTB construct translation DNA-PROTEIN 



MGLSNILFVMAFLLS 
atg gga ctg agt aac att etc ttt gtg atg gec ttc ctg etc tct 
GAAPLKIQAYFNETA 
ggt get get cct ctg aag att caa get tat ttc aat gag act gca 
DLPCQFANSQNQSLS 
gac ctg cca tgc caa ttt gca aac tct caa aac caa age ctg agt 
ELVVFWQDQ'ENLVLN 
gag eta gta gta ttt tgg cag gac cag gaa aac ttg gtt ctg aat 
EVYLGKEKFDSVHSK 
gag gta tac tta ggc aaa gag aaa ttt gac agt gtt cat tec aag 
YMG RTSFDSDSWTLR 
tat atg ggc cgc aca agt ttt gat teg gac agt tgg acc ctg aga 
LHNLQIKDKGLYQCI 
ctt cac aat ctt cag ate aag gac aag ggc ttg tat caa tgt ate 
IHHKKPTGMIR-IHQM 
ate cat cac aaa aag ccc aca gga atg att cgc ate cac cag atg 
NSELSVLANFSQPEI 
aat tct gaa ctg tea gtg ctt get aac ttc agt caa cct gaa ata 
VPISNITENVYINLT 
gta cca att tct aat ata aca gaa aat gtg tac ata aat ttg acc 
CSSIHGYPEPKKMSV 
tgc tea tct ata cac ggt tac cca gaa cct aag aag atg agt gtt 



FIG. 30A 
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B7.2-CTB construct translation DNA-PROTEIN (Cont.) 

LLRTKNSTIEYDGIM 
ttg eta aga acc aag aat tea act ate gag tat gat ggt att atg 
QKSQDNVTELYDVSI 
cag aaa tct caa gat aat gtc aca gaa ctg tac gac gtt tec ate 
SLSVSFPDVTSNMTI 
age ttg tct gtt tea ttc cct gat gtt acg age aat atg acc ate 
FCILETDKTRLLSSP 
ttc tgt att ctg gaa act gac aag acg egg ctt tta tct tea cct 
FSIELEDPQPPPDHE 
ttc tct ata gag ctt gag gac cct cag cct ccc cca gac cac gaa 
FGGSGGSATPQNITD 
ttc gqc gqc tec ggt ggt age gee aca cct caa aat att act gat 
LCAEYHNTQI HTLND 
ttg tgt gca gaa tac cac aac aca caa ata cat acg eta aat gat 
KIFSYTESLAGKREM 
aag ata ttt teg tat aca gaa tct eta get gga aaa aga gag atg 
AI ITFKNGATFQVEV 
get ate att act ttt aag aat ggt gca act ttt caa gta gaa gta 
PGSQHIDSQKKAIER 
cca ggt agt caa cat ata gat tea caa aaa aaa gcg att gaa agg 
MKDTLRIAYLTEAKV 
atg aag gat acc ctg agg att gca tat ctt act gaa get aaa gtc 
EKLCVWNNKTPHAIA 
gaa aag tta tgt gta tgg aat aat aaa acg cct cat gcg att gee 
A I S M A N * 
gca att agt atg gca aat taa 



FIG. 30B 
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DRA1-CTB construct translation PROTEIN-DNA 



MAISGVPVLGFFIIA 
ATG GCC ATA AGT GGA GTC CCT GTG CTA GGA TTT TTC ATC ATA GCT 
VLMSAQESWAIKEEH 
GTG CTG ATG AGC GCT CAG GAA TCA TGG GCT ATC AAA GAA GAA CAT 
VI IQAEFYLNPDQSG 
GTG ATC ATC CAG GCC GAG TTC TAT CTG AAT CCT GAC CAA TCA GGC 
EFMFDFDGDEIFHVD 
GAG TTT ATG TTT GAC TTT GAT GGT GAT GAG ATT TTC CAT GTG GAT 
MAKK-ETVWRLEEFGR 
ATG GCA AAG AAG GAG ACG GTC TGG CGG CTT GAA GAA TTT GGA CGA 
FASFEAQGALANIAV 
TTT GCC AGC TTT GAG GCT CAA GGT GCA TTG GCC AAC ATA GCT GTG 
DKANLEIMTKRSNYT 
GAC AAA GCC AAC CTG GAA ATC ATG ACA AAG CGC TCC AAC TAT ACT 
PITNVPPEVTVLTNS 
CCG ATC ACC AAT GTA CCT CCA GAG GTA ACT GTG CTC ACG AAC AGC 
PVELREPNVLICFID 
CCT GTG GAA CTG AGA GAG CCC AAC GTC CTC ATC TGT TTC ATC GAC 
KFTPPVVNVTWLRNG 
AAG TTC ACC CCA CCA GTG GTC AAT GTC ACG TGG CTT CGA AAT GGA 
KPVTTGVSETVFLPR 
AAA CCT GTC ACC ACA GGA GTG TCA GAG ACA GTC TTC CTG CCC AGG 
EDHLFRKFHYLPFLP 
GAA GAC CAC CTT TTC CGC AAG TTC CAC TAT CTC CCC TTC CTG CCC 
STEDVYDCRVEHWGL 
TCA ACT GAG GAC GTT TAC GAC TGC AGG GTG GAG CAC TGG GGC TTG 
DEPLLKHWEFDAPSP 
GAT GAG CCT CTT CTC AAG CAC TGG GAG TTT GAT GCT CCA AGC CCT 
LPETTEEFGGSGGSA 
CTC CCA GAG ACT ACA GAG GAA TTC GGT GGT TCC GGT GGT TCC GCG 
QLEWELQALEKENAQ 
CAG CTG GAA TGG GAA CTG CAG GCG CTG GAA AAA GAA AAC GCG CAG 
LEWELQALEKELAQG 
CTG GAA TGG GAA CTG CAG GCG CTG GAA AAA GAA CTG GCG CAG GGC 



FIG. 31 A 
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DRA1-CTB construct translation PROTEIN-DNA (Cont.) 

GSGGSATPQNITDLC 
i GGC TCC GGT GGT AGC GCC ACA CCT CAA AAT ATT ACT GAT TTG TGT 
: A E Y H N T Q I H T L N D K I 
GCA GAA TAC CAC AAC ACA CAA ATA CAT ACG CTA AAT GAT AAG ATA 
FSYTESLAGKREMAI 
TTT TCG TAT ACA GAA TCT CTA GCT GGA AAA AGA GAG ATG GCT ATC 

ITFKNGATFQVEVPG 
J I ATT ACT TTT AAG AAT GGT GCA ACT TTT CAA GTA GAA GTA CCA GGT 
SQHIDSQKKAIERMK 
AGT CAA CAT ATA GAT TCA CAA AAA AAA GCG ATT GAA AGG ATG AAG 
DTLRIAYLTEAKVEK 
GAT ACC CTG AGG ATT GCA TAT CTT ACT GAA GCT AAA GTC GAA AAG 
LCVWNNKTPHAIAAI 
TTA TGT GTA TGG AAT AAT AAA ACG CCT CAT GCG ATT GCC GCA ATT 
S M A N * 
AGT ATG GCA AAT TAA 

FIG. 31B 

DRBl-biotag construct translation PROTEIN-DNA 
1/1 

MVCLKFPGGSCMAAL 
ATG GTG TGT CTG AAG TTC CCT GGA GGC TCC TGC ATG GCA GCT CTG 
46/16 

TVTLMVLSSPLALAG 
ACA GTG ACA CTG ATG GTG CTG AGC TCC CCA CTG GCT TTG GCT GGG 
91/31 

DTRPRF LEQVKHECH 
GAC ACC CGA CCA CGT TTC TTG GAG CAG GTT AAA CAT GAG TGT CAT 
136/46 

FFNGTERVRFLDRYF 
TTC TTC AAC GGG ACG GAG CGG GTG CGG TTC CTG GAC AGA TAC TTC 
181/61 

YHQEEYVRFDSDVGE 
TAT CAC CAA GAG GAG TAC GTG CGC TTC GAC AGC GAC GTG GGG GAG 



FIG. 32A 
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DRBl-biotag construct translation PROTEIN -DNA (Cont.) 
226/76 

YRAVTELGRPDAEYW 
! TAC CGG GCG GTG ACG GAG CTG GGG CGG CCT GAT GCC GAG TAC TGG 
271/91 

NSQKDLLEQKRAAVD 
AAC AGC CAG AAG GAC CTC CTG GAG CAG AAG CGG GCC GCG GTG GAC 
316/106 

TYCRHNYGVGESFTV 
ACC TAC TGC AGA CAC AAC TAC GGG GTT GGT GAG AGC TTC ACA GTG 
361/121 

QRRVYPEVTVYPAKT 
CAG CGG CGA GTC TAT CCT GAG GTG ACT GTG TAT CCT GCA AAG ACC 
406/136 

QPLQHHNLLVCSVNG 
CAG CCC CTG CAG CAC CAC AAC CTC CTG GTC TGC TCT GTG AAT GGT 
451/151 

FYPGSIEVRWFRNGQ 
TTC TAT CCA GGC AGC ATT GAA GTC AGG TGG TTC CGG AAC GGC CAG 
496/166 

EEKTGVVSTGLIQNG 
GAA GAG AAG ACT GGG GTG GTG TCC ACA GGC CTG ATC CAG AAT GGA 
541/181 

DWTFQTLVMLETVPR 
GAC TGG ACC TTC CAG ACC CTG GTG ATG CTG GAA ACA GTT CCT CGG 
586/196 

SGEVYTCQVEHPSLT 
AGT GGA GAG GTT TAC ACC TGC CAA GTG GAG CAC CCA AGC CTG ACG 
631/211 

SPLTVEWRARSESAQ 
AGC CCT CTC ACA GTG GAA TGG AGA GCA CGG TCT GAA TCT GCA CAG 
676/226 

SKGGSGGSAQLKKKL 
AGC AAG GGC GGC TCC GGT GGT AGC GCC CAG CTG AAG AAG AAA CTC 



FIG. 32B 
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DRBl-biotag construct translation PROTEIN -DNA (Cont ) 
721/241 

QALKKKNAQLKQKLQ 
CAG GCT CTG AAA AAA AAG AAT GCC CAG CTC AAG CAG AAG CTG CAG 
766/256 

ALKKKLAQ GSGGSAG 
GCC CTG AAG AAA AAG CTG GCT CAG GGT TCC GGT GGT TCC GCG GGT 
811/271 

GGLNDIFEAQKIEWH 
GGT GGT TTG AAC GAC ATC TTC GAA GCT CAG AAA ATC GAA TGG CAC 
856/286 
* * 

TAA TAA 



FIG. 32C 
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CELLS + aAPC + RAFT (DR7*/HAII) 
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CELLS + aCD3 + a CD28 
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CD69 EXPRESSION BY CD4-POSITIVE CELLS 




Cells+aAPC Cells+aAPC Cells+aAPC 
with RAFT with RAFT with RAFT 
(aCD3+aCD28) (aCD3) (aCD28) 
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IL-2 PRODUCTION BY CD4-POSITIVE CELLS 




with RAFT with RAFT with RAFT 
(aCD3+aCD28) (aCD3) (aCD28) 
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CD69 EXPRESSION BY CD4-POSITP/E CELLS 




Cells +aAPC Cells +aAPC 
with HLA/HA with HLA/HA 
+RAFT (aCD28) only 

FIG. 42 
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